ABSTRACT Salmonella enterica serovar Heidelberg is a multidrug-resistant foodborne pathogen that originated from poultry and cattle. Bacteriophages isolated for this pathogen may be used as biocontrol agents in food products or animals for preventing Salmonella foodborne diseases. Here, we present the complete genome sequence of Salmonella Heidelberg phage Meda.
holin was not identified. The Meda genome contains several HNH endonucleases, one of which interrupts the large subunit of anaerobic nucleoside diphosphate reductase. Another intron containing no HNH endonuclease sequence is present in a DNA polymerase gene. A predicted polynucleotide kinase gene was identified in Meda, but the protein-coding sequence is split into two reading frames (GenBank accession numbers AXY86388 and AXY86389) by an intervening stop codon. The presence of this stop codon was confirmed by Sanger sequencing. It is not clear if this gene is essential for phage growth or if it is still functional despite this interruption.
Data availability. The genome sequence of phage Meda has been deposited under GenBank accession number MH586731. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8787572, and SAMN11259651, respectively.
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